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ABSTRACT Klebsiella pneumoniae is an opportunistic pathogen that causes serious
infections in humans and animals. However, the availability of epidemiological infor-
mation on clinical mastitis due to K. pneumoniae is limited. To acquire new informa-
tion regarding K. pneumoniae mastitis, data were mined about K. pneumoniae strains
on dairy cattle farms (farms A to H) in 7 Chinese provinces in 2021. Hypermucoviscous
strains of K. pneumoniae were obtained by the string test. MICs of antimicrobial agents
were determined via the broth microdilution method. Ten antimicrobial resistance
genes and virulence genes were identified by PCR. The prevalence of K. pneumoniae
was 35.91% (65/181), and 100% of the bacteria were sensitive to enrofloxacin. Nine
antimicrobial resistance genes and virulence genes were identified and compared
among farms. The hypermucoviscous phenotype was present in 94.44% of isolates
from farm B, which may be a function of the rmpA virulence gene. Based on these
data, the multidrug-resistant strains SD-14 and HB-21 were chosen and sequenced.
Genotypes were assayed for K. pneumoniae isolates from different countries and differ-
ent hosts using multilocus sequence typing (MLST). Ninety-four sequence types (STs)
were found, and 6 STs present a risk for spreading in specific regions. Interestingly,
ST43 was observed in bovine isolates for the first time. Our study partially reveals the
current distribution characteristics of bovine K. pneumoniae in China and may provide
a theoretical basis for the prevention and treatment of bovine K. pneumoniae mastitis.

IMPORTANCE K. pneumonia is ubiquitous in nature and infects a wide range of hosts,
including animals, and humans. It is one of the leading inducements of clinical mastitis
(CM) in dairy cows, a prevalent and costly disease that is predominantly associated with
bacterial infection. In general, CM caused by Gram-negative bacteria is more difficult to
cure than that associated with Gram-positive pathogens, with an average cost per case
of 211.03 U.S. dollars (USD) for Gram-negative bacterial infections compared with 133.73
USD for Gram-positive bacterial CM cases. After Escherichia coli, K. pneumoniae is the
second most common Gram-negative cause of bovine CM, but it is the most detrimen-
tal in terms of decreased milk yield, discarded milk, treatment costs, death, and culling.
In view of the economic implications of K. pneumoniae infection in dairy farming,
research into population structure and antibiotic resistance is particularly important.
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Mastitis is one of the most common diseases in dairy herds worldwide. This disease
directly affects animal welfare and results in decreased milk yield, increased cost

of milk production, and reduced milk quality, leading to huge economic losses (1, 2).
Previous mastitis control programs in dairy cows focused on the transmission of conta-
gious mastitis pathogens, not environmental pathogens. More recently, contagious
transmission of intramammary pathogens has been controlled through implementa-
tion of standard mastitis prevention programs. Environmental mastitis presents new
challenges to modern dairy practices (2). Environmental mastitis is caused by a wide
range of bacterial species, particularly Gram-negative bacteria, among which Klebsiella
pneumoniae is a common cause of clinical disease (3, 4). Compared with Escherichia
coli, K. pneumoniae may cause more severe clinical symptoms of mastitis and a stron-
ger immune response (5). The concentrations of serum-binding globulin, interleukin 1
(IL-1), and IL-6 are upregulated more significantly as a result of K. pneumoniae infection (6).
The resulting mastitis is difficult to diagnose and treat in its early stages. K. pneumoniae is
present in soil, feed, drinking water, rumen contents, feces, bedding, and sewage. Bacteria
from these sources, which are important reservoirs and carriers of K. pneumoniae, have
direct contact with the udder (4). K. pneumoniae has also been found to be transmitted
from infected to healthy cows, indicating a risk for lateral spread (7).

Increasing resistance of K. pneumoniae to the penicillin combination drugs is due to
strains of K. pneumoniae (cKP strains) that are innately resistant to ampicillin and car-
boxybenzyl penicillin via production of blaSHV-1, which encodes beta-lactamase on
chromosomes or a transferable plasmid (8, 9). Widespread use and misuse of antibiot-
ics has led to the emergence of drug-resistant cKP, which is linked to an increased risk
of side effects and resultant increased treatment costs. Once the multidrug-resistant
cKP strains obtain the specific virulence factor of hypervirulent K. pneumoniae (hvKP)
through horizontal gene transfer, new multidrug-resistant hvKP strains will appear,
and K. pneumoniae will become more invasive (8). Carbapenem-producing K. pneumo-
niae has been isolated from humans in China, the United Kingdom, the United States,
and other countries and regions (10). The antimicrobial resistance of K. pneumoniae
from Chinese dairy products is unclear, warranting further study (11). K. pneumoniae in
dairy cows often causes systemic infections that vary from mastitis to severe gastroin-
testinal disease (12). Four types of virulence genes, encoding K. pneumoniae fimbriae,
capsules, lipopolysaccharides, and siderophores, have been identified (13). Other viru-
lence factors, such as outer membrane proteins, porins, and ureases, are suspected to
exist, but this has not been fully confirmed (14). The capsule virulence gene rmpA has
been proven to regulate the overexpression of capsular substances of the highly mu-
cous phenotype of K. pneumoniae with resultant high clinical invasiveness (15). It has
also been demonstrated that rmpA and kfuABC are present in human clinical infections
(16), While the genetic characteristics of virulence genes of K. pneumoniae in bovids
have not been fully elucidated, the correlation to virulence among bovine and human
isolates is important to explore (17).

Whole-genome sequencing (WGS) has developed rapidly. WGS was utilized to com-
pare the antimicrobial resistance gene differences between bovine and human K. pneu-
moniae in the Middle East (18). Another study clarified the evolutionary relationship
among isolates from different host sources during an epidemiological investigation of
K. pneumoniae in bovine mastitis in the United States. The authors reported enzootic
differences in metal resistance genes between bovine and human isolates (19). In
China, genomic research on K. pneumoniae focuses mainly on human isolates, and
data about bovine K. pneumoniae are lacking. Molecular typing is helpful in the study
of the genetic and evolutionary relationships among individual bacteria and transmis-
sion between and within species. These data are of great value in the formulation of
prophylactic measures. In the past, pulsed-field gel electrophoresis (PFGE) and repeti-
tive element sequence-based PCR (rep-PCR) were often used to type K. pneumoniae
based on the diversity of DNA fragments. These methods have the disadvantages of low
reproducibility, poor stability, and quantitative difficulties (20). With the development of
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sequencing technology, these traditional typing methods are being replaced by WGS,
which greatly improves the accuracy of typing and solves the problem of not being able
to distinguish between closely related strains (21). Multilocus sequence typing (MLST)
constructs a spectrum of 7 bacterial housekeeping alleles with good repeatability and
high resolution (22). WGS is now the preferred method for microbial typing (23).

In the study described here, the molecular epidemiology and antimicrobial resist-
ance of 65 strains of K. pneumoniae from Chinese dairy farms in various locations were
analyzed. Multidrug-resistant strains were screened via WGS to determine their basic
genetic characteristics. MLST was used to analyze and compare the genetic evolution-
ary relationship of K. pneumoniae strains prevalent in different regions of the world.
Data from this study enrich the epidemiological understanding of K. pneumoniae clini-
cal mastitis in China.

RESULTS
Incidence and phylogenetic diversity of K. pneumoniae on 8 dairy farms. A total

of 65 K. pneumoniae isolates were identified in 181 milk samples (35.91%) through bio-
logical identification, khe amplification, and 16S rRNA gene sequencing (Fig. 1; also,
see Table S6 in the supplemental material). The samples collected from farm A (13/24,
54.17%) had the highest K. pneumoniae incidence. K. pneumoniae was undetectable in
samples from farm H (0/25); K. pneumoniae incidence on farm G (2/17, 11.76%) was sig-
nificantly lower than on farm A (13/24, 54.17%), farm B (18/38, 47.37%), farm E (7/13,
53.85%), and farm F (11/24, 45.83%) (P , 0.05). There were no significant differences in
the K. pneumoniae incidence in milk from cows with clinical mastitis (CM) on farm G (2/17,

FIG 1 Percentage of K. pneumoniae in samples from cows with clinical mastitis in eight farms. The circle sizes indicate the detection rate of K. pneumoniae.
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11.76%), farm C (9/28, 32.14%), and farm D (5/12, 41.67%). K. pneumoniae incidence in milk
samples was found to be associated with the season (Table S7). The detection rate of
K. pneumoniae increased with temperatures. Two major clades were present in the phylo-
genetic tree. Isolates from Jiangsu province had relatively close kinship with those in
Shangdong province; others were more distantly related, although some were from the
same district and farm (Fig. S1).

Antimicrobial susceptibility testing and antimicrobial resistance genes. Susceptibility
data for 12 antimicrobials are shown in Fig. 2A and Table S8. K. pneumoniae isolates
were highly sensitive to enrofloxacin (92.31%), followed by tobramycin (75.38%) and
cefoxitin (73.85%). However, K. pneumoniae was completely resistant to amoxicillin-clav-
ulanic acid, penicillin G, and erythromycin and highly resistant to ampicillin (98.46%) and
sulfamethoxazole (98.46%); the rates of resistance to ceftiofur, spectinomycin, florfenicol,
and doxycycline were between 52.31 and 63.08%. The isolates were found to be resist-
ant to at least 5 antibiotics. The dominant ones were resistant to 8 antibiotics (24.62%),
followed by those resistant to 9 antibiotics (21.54%) (Fig. 2B). The rate of multidrug resist-
ance (MDR) in K. pneumoniae for 8 or more antibiotics in northern farms (68.18%) was
higher than that in southern farms (33.33%) (Fig. 2C). Moreover, the percentage of MDR
K. pneumoniae isolates resistant to 8 or more antibiotics in farm F (100%) and farm B
(83.33%) was higher than that in farm C (0%) and the other farms (40.74%) (Fig. 2D).
Nine of 10 antimicrobial resistance genes were positively detected by PCR (Fig. 2E). The
carbapenem resistance gene (blaOXA-48) was undetectable; the detection rates of the ami-
noglycoside resistance genes (strAB) and fluoroquinolone resistance genes (parC and
gyrA) were 100%, and the remainder were between 78.46 and 98.46%. The detection

FIG 2 Bacterial resistance. (A) Resistance rate of K. pneumoniae to 12 antibiotics. (B) Percentages of MDR K. pneumoniae isolates resistant to different numbers
of antibiotics. (C) Percentages of MDR K. pneumoniae isolates resistant to 8 or more antibiotics in the north and south regions of China. (D) Percentages of
MDR K. pneumoniae isolates resistant to 8 or more antibiotics on different farms. (E) Rate of detection of resistance genes.
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rate of fluoroquinolone resistance genes (parC, gyrA, and oqxA) all exceeded 86.15%,
which was different from the results of the antimicrobial susceptibility testing. All the
K. pneumoniae isolates carried at least 6 resistance genes, and 60% of the isolates had
9 resistance genes (Fig. S2). The detection rate of fluoroquinolone resistance gene (oqxA)
was only 27.27% in farm F, but it was nearly 100% in the others (Table 1). Notably, no sig-
nificant difference was present in the carrier rate of resistance genes between farm C
and the others (Table 1), which suggested that there may be differences between antimi-
crobial resistance phenotypes and resistance genes among K. pneumoniae isolates.

String test and virulence genes. K. pneumoniae isolates grew well on eosin methyl-
ene blue (EMB) agar and formed characteristic pink to magenta colonies on MacConkey
agar as a result of lactose fermentation. The purified bacterial isolates formed colonies
that were round with convex surfaces and smooth margins and were viscous and moist.
Eighteen K. pneumoniae isolates were determined to be hypermucoviscous by the string
test (18/65, 27.69%) (Fig. 3A). The hypermucoviscous K. pneumoniae isolates were pres-
ent only on farms A (1/13, 7.69%) and B (17/18, 94.44%) (Fig. 3B). Nine of 10 virulence
genes were positively detected by PCR (Fig. 3C). The regulation-related gene (magA) was
undetectable. The detection rates of a lipopolysaccharide-related gene (uge) and a ure-
ase-related gene (ureA) were 100%, and rates for other genes were between 9.23% and
98.46%. All the K. pneumoniae isolates carried at least 4 virulence genes, and 27.69% of
the isolates were positive for 8 virulence genes (Fig. S3). The detection rates of a fimbria
synthesis-related gene (fimH) and an iron uptake system gene (kfu) differed significantly
among the farms. A iron uptake system gene (ybtA) was found only on farms B, D, and G
(Table 2). A regulation-related gene (rmpA), which is associated with high virulence, was

TABLE 1 Percentage of antimicrobial resistance genes of K. pneumoniae from seven farms

Type of antibiotic Resistance gene

No. of positive samples/total (%) from farm:

A B C D E F G
Tetracyclines tetB 8/13 (62) 13/18 (72) 7/9 (78) 5/5 (100) 7/7 (100) 9/11 (82) 2/2 (100)
Aminoglycosides aadA 13/13 (100) 17/18 (94) 9/9 (100) 5/5 (100) 7/7 (100) 11/11 (100) 2/2 (100)

strAB 13/13 (100) 18/18 (100) 9/9 (100) 5/5 (100) 7/7 (100) 11/11 (100) 2/2 (100)
b-Lactams blaOXA-48 0/13 (0) 0/18 (0) 0/9 (0) 0/5 (0) 0/7 (0) 0/11 (0) 0/2 (0)

blaCTX-M 11/13 (85) 18/18 (100) 9/9 (100) 5/5 (100) 5/7 (71) 11/11 (100) 2/2 (100)
blaSHV 11/13 (85) 18/18 (100) 9/9 (100) 5/5 (100) 7/7 (100) 11/11 (100) 2/2 (100)

Fluoroquinolones oqxA 12/13 (92) 18/18 (100) 9/9 (100) 5/5 (100) 7/7 (100) 3/11 (27) 2/2 (100)
parC 13/13 (100) 18/18 (100) 9/9 (100) 5/5 (100) 7/7 (100) 11/11 (100) 2/2 (100)
gyrA 13/13 (100) 18/18 (100) 9/9 (100) 5/5 (100) 7/7 (100) 11/11 (100) 2/2 (100)

Sulfonamides sul2 11/13 (85) 18/18 (100) 8/9 (89) 5/5 (100) 6/7 (86) 11/11 (100) 2/2 (100)

FIG 3 Results of the string test and bacterial virulence genes. (A) Colony morphology of hypermucoviscous K. pneumoniae. (B) Rate
of hypermucoviscosity in K. pneumoniae isolates from different farms. (C) Rate of detection of virulence genes.
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present only in hypermucoviscous K. pneumoniae in farm B (Table 2). There was a signifi-
cant correlation between the rmpA genes and hypermucoviscosity.

Basic features of multidrug-resistant K. pneumoniae genome organizational
structures. The filtered sequencing data of K. pneumoniae SD-14 and HB-21 with high
quality were obtained for subsequent assembly (Table S9). The genomes of SD-14 and
HB-21 were found to be circular double-stranded DNA molecules of 5,326,114 bp (GC
content, 57.43%) and 5,315,618 bp (GC content, 57.36%), respectively. The DNA replica-
tion origins of SD-14 (Fig. S4) and HB-21 (Fig. S5) were predicted by the GC skews.
Genomic islands (GIs) usually contribute to lateral gene transfer and bacterial evolu-
tion. We identified 11 GIs in SD-14 and 12 GIs in HB-21 (Tables S10 and S11). There was
no clustered regularly interspaced short palindromic repeat sequences (CRISPRs) in the
genomes of SD-14 and HB-21. Gene ontology (GO) analysis had the highest enrich-
ment ratio in the plasma membrane, and it exhibited high metal ion binding activity in
terms of molecular function (Fig. S6). KEGG pathway enrichment analysis had the high-
est enrichment ratio in the carbohydrate metabolism pathway (Fig. S7).

Multilocus sequence typing and phylogenetic comparison of K. pneumoniae
among different sources and countries. Based on alleles of 7 conserved MLST genes
(gapA, infB, mdh, pgi, phoE, rpoB, and tonB), K. pneumoniae SD-14 and HB-21 were classi-
fied as ST43 and ST896, respectively, which are not new sequence types (STs). Notably,
ST43 was first observed in bovine K. pneumoniae isolates in this study, and there were
no indications that ST43 was related to carbapenem resistance genes. These data differ
from those from previous studies with humans. All 104 strains of K. pneumoniae were
identified as 94 different STs, among which ST11 (3/104, 2.88%) and ST48 (3/104, 2.88%)
accounted for the largest proportion, followed by ST107 (2/104, 1.92%), ST111 (2/104,
1.92%), ST191 (2/104, 1.92%), ST380 (2/104, 1.92%), ST442 (2/104, 1.92%), and ST661
(2/104, 1.92%). The predominant sequence types ST107, ST111, ST191, ST442, and ST661
have previously been identified only in the United States, and ST380 has been identified
only in France. ST48 is present in both human and bovine isolates. The other 86 STs
were all detected in only one strain; however, they comprised 82.69% (86/104) of the
whole population, which confirmed the high genomic diversity (Fig. 4 and Table S12).
eBURST analyses demonstrate the evolutionary relationship among 94 STs (Fig. 5). SD-14
(ST43) and HB-21 (ST896) were classified into 2 STs which were distant from each other.
There was only the difference of a tonB gene between HB-21 (ST896) and IA-021 (ST37),
There was only a different infB gene between HB-21 (ST896) and QMP M1-407 (ST230).
Except for the France strains, the strains from other countries had distant genetic rela-
tionships. The distribution of the strains from different countries and hosts had no regu-
lar pattern, which also confirmed high genomic diversity.

DISCUSSION

A plethora of studies have shown that 20% of bovine mastitis is due to K. pneumoniae
infection (24). Because most studies have focused on human isolates, the epidemiology

TABLE 2 Percentage of virulence genes of K. pneumoniae from seven farms

Virulence factor Related gene

No. of positive samples/total (%) from farm:

A B C D E F G
Regulation rmpA 0/13 (0) 16/18 (89) 0/9 (0) 0/5 (0) 0/7 (0) 0/11 (0) 0/2 (0)

magA 0/13 (0) 0/18 (0) 0/9 (0) 0/5 (0) 0/7 (0) 0/11 (0) 0/2 (0)
LPS wabG 12/13 (92) 18/18 (100) 9/9 (100) 4/5 (80) 7/7 (100) 11/11 (100) 2/2 (100)

uge 13/13 (100) 18/18 (100) 9/9 (100) 5/5 (100) 7/7 (100) 11/11 (100) 2/2 (100)
Fimbriae fimH 11/13 (85) 18/18 (100) 9/9 (100) 5/5 (100) 6/7 (86) 2/11 (18) 2/2 (100)

mrkD 13/13 (100) 18/18 (100) 8/9 (89) 5/5 (100) 7/7 (100) 11/11 (100) 2/2 (100)
Iron uptake entB 12/13 (92) 18/18 (100) 9/9 (100) 5/5 (100) 7/7 (100) 11/11 (100) 2/2 (100)

ybtA 0/13 (0) 1/18 (6) 0/9 (0) 4/5 (80) 0/7 (0) 0/11 (0) 1/2 (50)
kfu 7/13 (54) 18/18 (100) 8/9 (89) 0/5 (0) 3/7 (43) 6/11 (55) 2/2 (100)

Urease ureA 13/13 (100) 18/18 (100) 9/9 (100) 5/5 (100) 7/7 (100) 11/11 (100) 2/2 (100)
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and pathogenic mechanisms of bovine K. pneumoniae are not fully understood, which
hampers clinical treatment. The current study assayed 181 clinical mastitic milk samples
from 9 large-scale dairy farms in 7 Chinese provinces from July to October 2021.
Suspected K. pneumoniae colonies were purified by plate streaking and stored after iden-
tification of khe gene and 16S rRNA gene sequences. Sixty-five strains of K. pneumoniae
were isolated, with a total isolation rate of 35.9%. The detection rate of K. pneumoniae in
Ningxia (farm G and farm H) is significantly lower than that in other regions. The detec-
tion rate of K. pneumoniae in July and August was significantly higher than in September
and October. Thus, in summer, with higher temperatures and a more humid environ-
ment, K. pneumoniae colonization may have increased, resulting in a higher infection
rate. Bovine heat stress may increase susceptibility to pathogenic bacteria due to down-
regulation of immune responses. There is a paucity of epidemiologic data regarding
milk-derived K. pneumoniae. Song et al. (25) conducted an epidemiological mastitis sur-
vey in 3 large-scale dairy farms from January 2018 to December 2019 in Shandong,
Hebei, and Heilongjiang provinces. Due to a large number of collections and long detec-
tion time, the detection rates of K. pneumoniae were only 3.0% and 2.8% in 2018 and
2019, respectively. In addition, in order to explore potential transmission and reservoirs

FIG 4 Proportions of 94 STs in 104 strains of K. pneumoniae. Different colors indicate percentages of
the indicated STs in 104 K. pneumoniae isolates.

FIG 5 Burst map of 104 K. pneumoniae STs. Each circle represents one sequence type labeled with ST name; sizes indicate the total number of strains.
Branch lengths indicate phylogenetic distances between STs. Different colors indicate percentages of certain STs in different countries.
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for mastitis caused by K. pneumoniae, Cheng et al. (26) analyzed milk samples from 2
large Chinese dairy farms (farm A in January 2019 and farm B in May 2019), and the isola-
tion rates from clinical mastitis were 34% and 42% for farm A and farm B, respectively,
which further illustrated the effect of temperature on the detection rate. The previous
observations combined with our data indicate that it is likely that the infection rate of
K. pneumoniae in Chinese dairy cows has risen over time. Dairy farms should strengthen
prophylactic and therapeutic modalities to reduce intercurrent disease and strictly imple-
ment daily feeding management and production measures to alleviate and control
K. pneumoniae disease.

All of the 65 K. pneumoniae strains were most sensitive to enrofloxacin, indicating
that enrofloxacin is a preferred antibiotic for the treatment of K. pneumoniae mastitis.
The isolates were generally resistant to 12 antibiotics, among which the rates of resist-
ance to amoxicillin-clavulanic acid and ampicillin were 100% and 98.46%, respectively.
These data may be related to the natural existence of b-lactamase in K. pneumoniae
(8). Saini et al. (27) reported that the rates of resistance to sulfamethoxazole and doxy-
cycline of the K. pneumoniae isolates from Canadian dairy farms were 11.7% and
18.6%, respectively. Data from the current study showed that the rates of resistance to
sulfamethoxazole and doxycycline were 98.46% and 58.46%. This disparity may be due
to differences in antibiotics use among countries and to the spatial distribution of the
isolates. The resistance of Chinese isolates from the south was weaker than that from
the north, which may be a function of the types and frequency of antibiotic use in the
north. The resistance of isolates from Hebei Province (farm F) was the strongest, while
that of isolates from Heilongjiang Province (farm A) was significantly weaker than that
in other regions, indicating that there are differences in the resistance of milk-derived
K. pneumoniae isolates from different regions of China.

The prevalences of the fluoroquinolone resistance genes parC, gyrA, and oqxA were
100%, 100%, and 86.2%, respectively, which are inconsistent with the rates of resist-
ance to sulfamethoxazole (98.46%) and enrofloxacin (1.54%), suggesting that these 3
genes may mediate the resistance phenotype of the isolates to sulfamethoxazole
rather than enrofloxacin. These phenomena may be a function of undetected antimi-
crobial resistance genes or unidentified mechanisms of resistance. Carbapenemase-
producing K. pneumoniae is a challenge to current clinical treatment (28), and blaOXA-48
is an important gene encoding carbapenemase. blaOXA-48 was absent in all strains of K.
pneumoniae in this study. Reports of the blaOXA-48 gene in bovine isolates are rare, and
the epidemic differences between human and bovine isolates has not been studied.
The coding sites of blaSHV are often similar to those of aminoglycoside, fluoroquino-
lone, and sulfonamide resistance genes, which may be responsible for multidrug resist-
ance. In the current study, the detection rate of blaSHV was 96.92%, which may reflect
the high rates of resistance of the isolates to sulfamethoxazole and spectinomycin. An
Enterobacteriaceae isolate carrying blaCTX-M was first reported in the United States in
2003 (29), and it is most commonly distributed in the United States, China, Japan,
France, and Germany (30), which is consistent with data from our study. The differen-
ces in virulence genes among isolates was mainly expressed in rmpA and ybtA. rmpA
and magA, which have been linked to the formation of hypermucoviscosity, are related
to the high pathogenicity of hvKP (31). It is of interest that rmpA was present only in
isolates with hypermucoviscosity in Shandong Province (farm B), suggesting that the
prevalent K. pneumoniae isolates in Shandong may have higher pathogenicity.
Whether these isolates are hvKP strains needs to be verified in combination with clini-
cal trials. The iron uptake system gene ybtA was present only in Shangdong Province
(farm B), Jiangsu Province (farm D), and Ningxia Province (farm G), which suggests that
ybtA has regional epizootic characteristics in China. The virulence gene for iron uptake,
kfu, is related to the invasiveness of K. pneumoniae in humans (32). Subsequent studies
found that kfu was also related to clinical mastitis infection in cows (33). The rate of
detection of kfu in this study reached 67.69%, which is consistent with the above
conclusion.
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The six leading milk-producing provinces in China are Hebei, Inner Mongolia,
Shandong, Heilongjiang, Shanxi, and Henan provinces, which contribute more than
50% of the national production. Furthermore, on the basis of the incidence rate of mas-
titis, the isolation rate of K. pneumoniae in clinical mastitis, and the results of the string
test as well as detection of virulence and drug resistance, representative MDR strains
SD-14 and HB-21 were selected to delve further into the genetic characteristics. CRISPR
is a defense system for bacteria to resist foreign DNA. Previous research showed that
about 60% of bacteria lack a CRISPR system, and it is common to see the acquisition
and loss of the system (34). Rollie et al. (35) found that this phenomenon may be
related to the host autoimmune response caused by the CRISPR system. Bacteria that
lose the CRISPR system may avoid the damage caused by their own targeted immune
response and have a survival advantage. There was no CRISPR sequence found in SD-
14 and HB-21 genomes, indicating that milk-derived K. pneumoniae has evolved its
own protective measures against environmental pressure. In addition, GO analysis
revealed that the genes carried by SD-14 and HB-21 were closely related to metal ion
binding activity, which has been proved to be significantly related to the virulence of
K. pneumoniae (36). The metal ion binding activity of hvKP is generally higher than that
of cKP, suggesting that SD-14 and HB-21 may have high pathogenicity, which is worthy
of further study. SD-14 and HB-21 were identified as ST43 and ST896, respectively.
Notably, ST43 was first observed in bovine K. pneumoniae isolates in this study. Earlier
studies on ST43 K. pneumoniae in humans showed that it was characterized by carba-
penem resistance genes (37). However, the carbapenem resistance gene blaOXA-48 was
undetectable in SD-14 in the current study, suggesting significant differences between
bovine and human isolates. This phenomenon may be directly related to the use of
clinical drugs. Conversely, K. pneumoniae in milk samples may originate from the hands
of the milker, which suggests that the bacterial infection and resultant mastitis may be
zoonotic. The results of eBURST analysis (ST burst map) that only the tonB gene dif-
fered between HB-21 (ST896) and IA-021 (ST37) and only the infB gene differed
between HB-21 (ST896) and QMP M1-407 (ST230), indicating that HB-21 is closely related
to the prevalent K. pneumoniae strain in the United States. Moreover, there is high genomic di-
versity of K. pneumoniae from various regions of the world.

This study has limitations, including, the large south-north distance, regional cli-
mate differences, and varying husbandry protocols, including antibiotic usage. A larger
sample size would aid in data verification. In summary, the resistance of K. pneumoniae
to clinically common antibiotics is present in the regions of China studied. Multidrug
resistance of isolated strains with the hypermucoviscosity phenotype from Shandong
Province is severe. MDR strain HB-21 from Hebei Province is very similar to the K. pneu-
moniae strain in the United States. Our data provide the groundwork for developing
prevention and treatment modalities for bovine K. pneumoniaemastitis.

MATERIALS ANDMETHODS
Farm distribution and sample collection. Samples were collected from 8 commercial farms (farms

A to H) in 7 provinces, including Heilongjiang, Hebei, Anhui, Shandong, Ningxia, Hubei, and Jiangsu
provinces, from July to October 2021. Lactating cows from 9 farms were milked 3 times/day in milking
parlors. The incidence of mastitis for each month was calculated for 6 farms (Table S1). Clinical mastitis
was diagnosed by at least 1 of the following symptoms: elevated udder temperature, clots in the milk,
and swelling of the udder (38, 39). The clinical signs were augmented via the California mastitis test
(CMT). The farms used a variety of antibacterial agents, including ceftiofur, amoxicillin-clavulanic acid,
kanamycin, and penicillin G, for regular prophylaxis and treatment. Table S1 includes 181 milk samples
from clinically mastitic cows from farms A to H. Briefly, milk samples were collected from lactating cows
by the milkers after teat disinfection, and the first 3 streams of milk were discarded. Fifty-milliliter sterile
centrifuge tubes were used to collect milk samples. Samples were stored at 4°C and transported to the
laboratory within 24 h for bacterial culturing and identification.

Isolation and identification of K. pneumoniae. Milk samples were centrifuged for 15 min (4,235 �
g, 4°C); the bacteria were precipitated, and supernatants were discarded. Approximately 3 mL of phos-
phate-buffered saline (PBS) was added to resuspend the bacteria. The resuspended samples were inocu-
lated in 10 mL EC broth medium (Haibo Biotech, Qingdao, China) and incubated at 37°C for 18 to 24 h.
A loopful of broth culture was streaked onto EMB agar (Yifeixue Biotech, Nanjing, China) and incubated
at 37°C for 12 to 18 h. A single pink, smooth, and slimy suspected colony was harvested and purified on
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EMB agar. Purified bacteria underwent biochemical identification and PCR testing. Gram staining was
performed with a Gram stain kit (Solarbio Technology, Beijing, China). Further identification and confir-
mation of the isolates were carried out by PCR of khe (GenBank accession no. CP035202.1) and 16S rRNA
genes (26, 40). The 16S rRNA genes of the isolates were amplified using the 16S universal primers 27F
(59-AGAGTTTGATCCTGGCTCAG-39) and 1525R (59-AAGGAGGTGATCCAGCCGCA-39). The PCR assay was
carried out in a 25-mL reaction mixture containing 12.5 mL of 2� Accurate Taq master mix (Accurate
Biotechnology (Human) Co., Ltd., Changsha, China), composed of 1 mL of each primer, 2 mL of template
DNA, and 8.5 mL of sterile water. PCR conditions were as follows: initial denaturation at 94°C for 4 min,
denaturation at 94°C for 30 s, annealing at 55°C for 30 s, extension at 72°C for 30 s (35 cycles), and finally
extension at 72°C for 10 min. PCR products were electrophoresed on a 1% (wt/vol) agarose gel with TS-
GelRed (Tsingke Biotech, Nanjing, China) and visualized under UV light. Positive clones were sequenced
by the Tsingke Biotechnology Corporation, Ltd. (Nanjing, China). K. pneumoniae CMCC 46117 (khe gene
positive) was used as the control strain. To clarify the genetic relatedness among the strains, a phyloge-
netic tree was constructed according to the neighbor-joining method using MEGA7.0.

DNA extraction. Genomic DNA of K. pneumoniae was extracted by a boiling method. Briefly, 1.5 mL
suspended plaque samples were centrifuged for 15 min (13,523 � g, 4°C). The supernatants were dis-
carded, and the sediments were resuspended in 1 mL of PBS; these steps were repeated 3 times. The
resuspended samples were incubated for 15 min at 99°C. The supernatants were cooled to220°C imme-
diately after centrifugation (15 min, 13,523 � g, 4°C) for PCR testing.

Antimicrobial susceptibility testing. Twelve broad-spectrum antimicrobials commonly used on
dairy farms were employed to detect the susceptibility of K. pneumoniae isolates by the broth microdilu-
tion method recommended by the Clinical and Laboratory Standardization Institute (CLSI), including
b-lactam–b-lactamase inhibitor combinations of amoxicillin-clavulanic acid (AMC), ampicillin (AMP),
penicillin G (PG), and ceftiofur (EFT); the fluoroquinolones enrofloxacin (ENR) and sulfamethoxazole
(SXT); the aminoglycosides spectinomycin (SH) and tobramycin (TOB); the cephamycin cefoxitin (CXT);
the chloramphenicol florfenicol (FFC); the macrolide erythromycin (ERM); tetracyclines; and doxycycline
(DOX). Results were interpreted according to the CLSI M100-S30 standards (Table S2). The phenotypic re-
sistance patterns were categorized as MDR as previously described by Magiorakos et al. (41). The quality
control strain was E. coli ATCC 25922.

Detection of antimicrobial resistance genes and virulence genes. Several genes encoding resist-
ance to b-lactams (blaSHV, blaCTX2M, and blaOXA-48), aminoglycosides (aadA and strAB), fluoroquinolones
(parC, gyrA, and oqxA), sulfonamides (sul2), and tetracyclines (tetB) were analyzed by PCR (Table S3). All
65 K. pneumoniae isolates were evaluated for 10 virulence genes, including capsular polysaccharide syn-
thesis and synthesis regulation-related genes (rmpA and magA), lipopolysaccharide-related genes (uge
and wabG), fimbria synthesis-related genes (mrkD and fimH), iron uptake system genes (entB, kfu, and
ybtA), and a urease-related gene (ureA), by PCR (Table S4). Primer synthesis was conducted by the
Tsingke Biotechnology Corporation Ltd. (Nanjing, China).

String test of K. pneumoniae. Like all capsulated bacteria, K. pneumoniae produces mucoid colonies
in a nutritive medium. This mucoid phenotype differs from a hypermucoviscous phenotype in that
hypermucoviscosity is defined by the formation of a $5-mm viscous filament when a K. pneumoniae col-
ony is stretched with a loop on an agar plate (42). Purified bacterial samples were inoculated in 2 mL
lysogeny broth medium (Haibo Biotech, Qingdao, China) and incubated at 37°C for 18 to 24 h. A loopful
of broth culture was streaked onto MacConkey agar (Haibo Biotech, Qingdao, China) and incubated at
37°C for 18 h. The colony was stretched by a loop, which should be repeated three times, and the results
of the test were recorded.

Sequencing and genomic assembly. Representative multidrug-resistant strains SD-14 and HB-21
were streaked onto MacConkey agar plates and incubated overnight at 37°C. Single colonies were inocu-
lated into lysogeny broth medium for another 12 h with shaking at 180 rpm/min. Two milliliters of bac-
terial culture broth was harvested for genomic DNA purification following the procedure of the
TIANamp bacteria DNA kit (Tiangen Biotech, Beijing, China). DNA yields of the K. pneumoniae strains
were measured at a wavelength of 260/280 nm by a NanoDrop Lite spectrophotometer.

Genomes of K. pneumoniae strains SD-14 and HB-21 were sequenced on the Illumina NovaSeq 6000
sequencing platform and Nanopore promethION sequencing platform. Sequencing was conducted by
Allwegene Gene Technology Co., Ltd. (Nanjing, China). Sequencing data were filtered and counted in
order to ensure the quality of subsequent assembly analysis. The off-line original data of Nanopore
sequencing were in the form of a fast5 file. Base calling was used to convert the data to fastq format by
GUPPY 4.4.2. The data were filtered to obtain effective data (Q $ 7) for subsequent assembly analysis.
Original Illumina data were filtered by SOAPnuke (version 2.1.2) (43). A Unicycler 0.4.9 (44) was used to
assemble the high-accuracy Illumina data (Q30 . 85%) to obtain a high-quality bacterial genome skele-
ton (contig), and the high-quality contig was spliced into completed genome maps with Nanopore data.
Finally, Pilon 1.23 (45) was used to further correct the assembled genome by using the Illumina data to
obtain a more accurate genome. Prokka 1.12 (46) and Prodigal v2.6.3 (47) were used to predict the cod-
ing genes, Aragorn v1.2.38 (48) to predict tRNA, RNAmmer 1.2 (49) to predict rRNA, and Infrared 1.1 (50)
to predict miscellaneous RNA. MinCED 0.4.2 was used to predict CRISPR sequences. IslandViewer 4 was
used to predict the gene islands. Finally, the predicted gene sequences of SD-14 and HB-21 were com-
pared with GO and KEGG function databases by BLAST 2.5.01.

Multilocus sequence typing. STs were assigned to K. pneumoniae SD-14 and HB-21 genomes
according to 7 highly conserved housekeeping gene sequences from the Institut Pasteur MLST database
(https://bigsdb.pasteur.fr/): gapA (glyceraldehyde-3-phosphate dehydrogenase A), infB (translation
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initiation factor IF-2), mdh (malate dehydrogenase), pgi (glucose-6-phosphate isomerase), phoE (phos-
phoporin), rpoB (RNA polymerase subunit beta), and tonB (TonB system transport protein).

Information on K. pneumoniae isolates from different countries and different hosts was downloaded
from the PubMLST database. A burst map of ST was generated by PHYLOViZ (51).

Statistical analyses. SPSS statistics version 26.0 and GraphPad Prism version 8.0 software were used
for statistical analyses. The chi-squared test (x 2) was used to compare the statistical significance
between the different groups. A P value of,0.05 is considered significant, and a P value of,0.01 is con-
sidered extremely significant.

Data availability. The whole-genome sequences of K. pneumoniae strains SD-14 and HB-21 have been
deposited in NCBI’s Sequence Read Archive and are accessible through BioProject no. PRJNA820152 (isolate
accession no. SAMN26982150 and SAMN26982151). Details of 102 other publicly available K. pneumoniae
whole-genome sequences are listed in Table S5.

SUPPLEMENTAL MATERIAL

Supplemental material is available online only.
SUPPLEMENTAL FILE 1, PDF file, 0.9 MB.

ACKNOWLEDGMENTS
We express our thanks to Howard Gelberg (Oregon State University) for manuscript

editing.
We declare no competing interests.
This work was supported by the Shanghai Agriculture Applied Technology Development

Program, China (2020-02-08-00-08-F01489); Postgraduate Research & Practice Innovation
Program of Jiangsu Province (KYCX22-0781, SJCX21-0240); the Special Fund for Independent
Innovation of Agricultural Science and Technology in Jiangsu Province of China (cx (20)
3157); the Key Scientific and Technological Project of XPCC (2020AB025) and the Project
Funded by the Priority Academic Program Development of Jiangsu Higher Education
Institutions.

REFERENCES
1. Zaatout N, Hezil D. 2022. A meta-analysis of the global prevalence of

methicillin-resistant Staphylococcus aureus (MRSA) isolated from clinical
and subclinical bovine mastitis. J Appl Microbiol 132:140–154. https://doi
.org/10.1111/jam.15192.

2. Klaas IC, Zadoks RN. 2018. An update on environmental mastitis: chal-
lenging perceptions. Transbound Emerg Dis 65(Suppl 1):166–185. https://
doi.org/10.1111/tbed.12704.

3. Oliveira L, Hulland C, Ruegg PL. 2013. Characterization of clinical mastitis
occurring in cows on 50 large dairy herds in Wisconsin. J Dairy Sci 96:
7538–7549. https://doi.org/10.3168/jds.2012-6078.

4. Zadoks RN, Griffiths HM, Munoz MA, Ahlstrom C, Bennett GJ, Thomas E,
Schukken YH. 2011. Sources of Klebsiella and Raoultella species on dairy
farms: be careful where you walk. J Dairy Sci 94:1045–1051. https://doi
.org/10.3168/jds.2010-3603.

5. Fuenzalida MJ, Ruegg PL. 2019. Negatively controlled, randomized clinical
trial to evaluate intramammary treatment of nonsevere, gram-negative
clinical mastitis. J Dairy Sci 102:5438–5457. https://doi.org/10.3168/jds
.2018-16156.

6. Hisaeda K, Arima H, Sonobe T, Nasu M, Hagiwara K, Kirisawa R, Takahashi
T, Kikuchi N, Nagahata H. 2011. Changes in acute-phase proteins and
cytokines in serum and milk whey from dairy cows with naturally occur-
ring peracute mastitis caused by Klebsiella pneumoniae and the relation-
ship to clinical outcome. J Vet Med Sci 73:1399–1404. https://doi.org/10
.1292/jvms.10-0403.

7. Schukken YH, Bennett GJ, Zurakowski MJ, Sharkey HL, Rauch BJ, Thomas
MJ, Ceglowski B, Saltman RL, Belomestnykh N, Zadoks RN. 2011. Random-
ized clinical trial to evaluate the efficacy of a 5-day ceftiofur hydrochloride
intramammary treatment on nonsevere gram-negative clinical mastitis.
J Dairy Sci 94:6203–6215. https://doi.org/10.3168/jds.2011-4290.

8. Russo TA, Marr CM. 2019. Hypervirulent Klebsiella pneumoniae. Clin Micro-
biol Rev 32:e00001-19. https://doi.org/10.1128/CMR.00001-19.

9. Piperaki ET, Syrogiannopoulos GA, Tzouvelekis LS, Daikos GL. 2017. Kleb-
siella pneumoniae: virulence, biofilm and antimicrobial resistance. Pediatr
Infect Dis J 36:1002–1005. https://doi.org/10.1097/INF.0000000000001675.

10. Paczosa MK, Mecsas J. 2016. Klebsiella pneumoniae: going on the offense
with a strong defense. Microbiol Mol Biol Rev 80:629–661. https://doi.org/
10.1128/MMBR.00078-15.

11. Liu YC, Cheng DL, Lin CL. 1986. Klebsiella pneumoniae liver abscess associ-
ated with septic endophthalmitis. Arch Intern Med 146:1913–1916. https://
doi.org/10.1001/archinte.1986.00360220057011.

12. Santaniello A, Sansone M, Fioretti A, Menna LF. 2020. Systematic review
and meta-analysis of the occurrence of ESKAPE bacteria group in dogs,
and the related zoonotic risk in animal-assisted therapy, and in animal-
assisted activity in the health context. Int J Environ Res Public Health 17:
3278. https://doi.org/10.3390/ijerph17093278.

13. Moellering RC, Jr. 2010. NDM-1–a cause for worldwide concern. N Engl J
Med 363:2377–2379. https://doi.org/10.1056/NEJMp1011715.

14. Chiu CT, Lin DY, Liaw YF. 1988. Metastatic septic endophthalmitis in pyo-
genic liver abscess. J Clin Gastroenterol 10:524–527. https://doi.org/10
.1097/00004836-198810000-00009.

15. Jung SW, Chae HJ, Park YJ, Yu JK, Kim SY, Lee HK, Lee JH, Kahng JM, Lee
SO, Lee MK, Lim JH, Lee CH, Chang SJ, Ahn JY, Lee JW, Park YG. 2013.
Microbiological and clinical characteristics of bacteraemia caused by the
hypermucoviscosity phenotype of Klebsiella pneumoniae in Korea. Epide-
miol Infect 141:334–340. https://doi.org/10.1017/S0950268812000933.

16. Guo Y, Wang S, Zhan L, Jin Y, Duan J, Hao Z, Lv J, Qi X, Chen L, Kreiswirth
BN, Wang L, Yu F. 2017. Microbiological and clinical characteristics of
hypermucoviscous Klebsiella pneumoniae isolates associated with inva-
sive infections in China. Front Cell Infect Microbiol 7:24. https://doi.org/10
.3389/fcimb.2017.00024.

17. Martins RF, do Prado Paim T, de Abreu Cardoso C, Stéfano Lima Dallago
B, de Melo CB, Louvandini H, McManus C. 2013. Mastitis detection in
sheep by infrared thermography. Res Vet Sci 94:722–724. https://doi.org/
10.1016/j.rvsc.2012.10.021.

18. Tartor YH, Abd El-Aziz NK, Gharieb RMA, El Damaty HM, Enany S, Soliman
EA, Abdellatif SS, Attia ASA, Bahnass MM, El-Shazly YA, Elbediwi M,
Ramadan H. 2021. Whole-genome sequencing of gram-negative bacteria
isolated from bovine mastitis and raw milk: the first emergence of colistin
mcr-10 and fosfomycin fosA5 resistance genes in Klebsiella pneumoniae in

Molecular Epidemiology of K. pneumoniae in China Microbiology Spectrum

Month YYYY Volume XX Issue XX 10.1128/spectrum.02997-22 11

https://www.ncbi.nlm.nih.gov/bioproject/?term=PRJNA820152
https://www.ncbi.nlm.nih.gov/biosample/SAMN26982150
https://www.ncbi.nlm.nih.gov/biosample/SAMN26982151
https://doi.org/10.1111/jam.15192
https://doi.org/10.1111/jam.15192
https://doi.org/10.1111/tbed.12704
https://doi.org/10.1111/tbed.12704
https://doi.org/10.3168/jds.2012-6078
https://doi.org/10.3168/jds.2010-3603
https://doi.org/10.3168/jds.2010-3603
https://doi.org/10.3168/jds.2018-16156
https://doi.org/10.3168/jds.2018-16156
https://doi.org/10.1292/jvms.10-0403
https://doi.org/10.1292/jvms.10-0403
https://doi.org/10.3168/jds.2011-4290
https://doi.org/10.1128/CMR.00001-19
https://doi.org/10.1097/INF.0000000000001675
https://doi.org/10.1128/MMBR.00078-15
https://doi.org/10.1128/MMBR.00078-15
https://doi.org/10.1001/archinte.1986.00360220057011
https://doi.org/10.1001/archinte.1986.00360220057011
https://doi.org/10.3390/ijerph17093278
https://doi.org/10.1056/NEJMp1011715
https://doi.org/10.1097/00004836-198810000-00009
https://doi.org/10.1097/00004836-198810000-00009
https://doi.org/10.1017/S0950268812000933
https://doi.org/10.3389/fcimb.2017.00024
https://doi.org/10.3389/fcimb.2017.00024
https://doi.org/10.1016/j.rvsc.2012.10.021
https://doi.org/10.1016/j.rvsc.2012.10.021
https://journals.asm.org/journal/spectrum
https://doi.org/10.1128/spectrum.02997-22


middle east. Front Microbiol 12:770813. https://doi.org/10.3389/fmicb
.2021.770813.

19. Zheng Z, Gorden PJ, Xia X, Zheng Y, Li G. 2022. Whole-genome analysis of
Klebsiella pneumoniae from bovine mastitis milk in the U.S. Environ Micro-
biol 24:1183–1199. https://doi.org/10.1111/1462-2920.15721.

20. Michael Dunne W, Jr, Pouseele H, Monecke S, Ehricht R, van Belkum A.
2018. Epidemiology of transmissible diseases: array hybridization and
next generation sequencing as universal nucleic acid-mediated typing
tools. Infect Genet Evol 63:332–345. https://doi.org/10.1016/j.meegid
.2017.09.019.

21. Popovich KJ, Snitkin ES. 2017. Whole genome sequencing-implications
for infection prevention and outbreak investigations. Curr Infect Dis Rep
19:15. https://doi.org/10.1007/s11908-017-0570-0.

22. Sabat AJ, Budimir A, Nashev D, Sá-Leão R, van Dijl J, Laurent F, Grundmann
H, Friedrich AW, ESCMID Study Group of Epidemiological Markers (ESGEM).
2013. Overview of molecular typing methods for outbreak detection and
epidemiological surveillance. Euro Surveill 18:20380. https://doi.org/10
.2807/ese.18.04.20380-en.

23. Pérez-Losada M, Cabezas P, Castro-Nallar E, Crandall KA. 2013. Pathogen
typing in the genomics era: MLST and the future of molecular epidemiol-
ogy. Infect Genet Evol 16:38–53. https://doi.org/10.1016/j.meegid.2013
.01.009.

24. Katsande S, Matope G, Ndengu M, Pfukenyi DM. 2013. Prevalence of mas-
titis in dairy cows from smallholder farms in Zimbabwe. Onderstepoort J
Vet Res 80:523. https://doi.org/10.4102/ojvr.v80i1.523.

25. Song S, He W, Yang D, Benmouffok M, Wang Y, Li J, Sun C, Song X, Ma S,
Cai C, Ding S, Wu C, Shen Z, Wang Y. 2022. Molecular epidemiology of
Klebsiella pneumoniae from clinical bovine mastitis in northern area of
China, 2018–2019. Engineering 10:146–154. https://doi.org/10.1016/j.eng
.2021.01.015.

26. Cheng J, Zhou M, Nobrega DB, Barkema HW, Xu S, Li M, Kastelic JP, Shi Y,
Han B, Gao J. 2021. Genetic diversity and molecular epidemiology of out-
breaks of Klebsiella pneumoniaemastitis on two large Chinese dairy farms.
J Dairy Sci 104:762–775. https://doi.org/10.3168/jds.2020-19325.

27. Saini V, McClure JT, Léger D, Keefe GP, Scholl DT, Morck DW, Barkema
HW. 2012. Antimicrobial resistance profiles of common mastitis patho-
gens on Canadian dairy farms. J Dairy Sci 95:4319–4332. https://doi.org/
10.3168/jds.2012-5373.

28. Albiger B, Glasner C, Struelens MJ, Grundmann H, Monnet DL, European
Survey of Carbapenemase-Producing Enterobacteriaceae (EuSCAPE) work-
ing group. 2015. Carbapenemase-producing Enterobacteriaceae in Europe:
assessment by national experts from 38 countries, May 2015. Euro Surveill
20:30062. https://doi.org/10.2807/1560-7917.ES.2015.20.45.30062.

29. Moland ES, Black JA, Hossain A, Hanson ND, Thomson KS, Pottumarthy S.
2003. Discovery of CTX-M-like extended-spectrum beta-lactamases in
Escherichia coli isolates from five US States. Antimicrob Agents Chemo-
ther 47:2382–2383. https://doi.org/10.1128/AAC.47.7.2382-2383.2003.

30. Taniguchi T, Latt KM, Tarigan E, Yano F, Sato H, Minamino T, Misawa N.
2021. A 1-year investigation of extended-spectrum beta-lactamase-produc-
ing Escherichia coli and Klebsiella pneumoniae isolated from bovine mastitis
at a large-scale dairy farm in Japan. Microb Drug Resist 27:1450–1454.
https://doi.org/10.1089/mdr.2020.0481.

31. Kang Y, Tian P, Tan T. 2015. Research advances in the virulence factors of
Klebsiella pneumoniae—a review. Wei Sheng Wu Xue Bao 55:1245–1252.

32. Ma LC, Fang CT, Lee CZ, Shun CT, Wang JT. 2005. Genomic heterogeneity
in Klebsiella pneumoniae strains is associated with primary pyogenic liver
abscess and metastatic infection. J Infect Dis 192:117–128. https://doi
.org/10.1086/430619.

33. Yang Y, Peng Y, Jiang J, Gong Z, Zhu H, Wang K, Zhou Q, Tian Y, Qin A,
Yang Z, Shang S. 2021. Isolation and characterization of multidrug-resist-
ant Klebsiella pneumoniae from raw cow milk in Jiangsu and Shandong
provinces, China. Transbound Emerg Dis 68:1033–1039. https://doi.org/
10.1111/tbed.13787.

34. Makarova KS, Wolf YI, Alkhnbashi OS, Costa F, Shah SA, Saunders SJ,
Barrangou R, Brouns SJ, Charpentier E, Haft DH, Horvath P, Moineau S,
Mojica FJ, Terns RM, Terns MP, White MF, Yakunin AF, Garrett RA, van der
Oost J, Backofen R, Koonin EV. 2015. An updated evolutionary classifica-
tion of CRISPR-Cas systems. Nat Rev Microbiol 13:722–736. https://doi
.org/10.1038/nrmicro3569.

35. Rollie C, Chevallereau A, Watson BNJ, Chyou TY, Fradet O, McLeod I,
Fineran PC, Brown CM, Gandon S, Westra ER. 2020. Targeting of temperate
phages drives loss of type I CRISPR-Cas systems. Nature 578:149–153.
https://doi.org/10.1038/s41586-020-1936-2. (Publisher correction, 579:E10,
10.1038/s41586-020-2089-z.).

36. Bulger J, MacDonald U, Olson R, Beanan J, Russo TA. 2017. Metabolite
transporter PEG344 is required for full virulence of Hypervirulent Klebsiella
pneumoniae strain hvKP1 after pulmonary but not subcutaneous chal-
lenge. Infect Immun 85:e00093-17. https://doi.org/10.1128/IAI.00093-17.

37. Kiaei S, Moradi M, Hosseini-Nave H, Ziasistani M, Kalantar-Neyestanaki D.
2019. Endemic dissemination of different sequence types of carbape-
nem-resistant Klebsiella pneumoniae strains harboring blaNDM and 16S
rRNA methylase genes in Kerman hospitals, Iran, from 2015 to 2017.
Infect Drug Resist 12:45–54. https://doi.org/10.2147/IDR.S186994.

38. Wenz JR, Barrington GM, Garry FB, Dinsmore RP, Callan RJ. 2001. Use of
systemic disease signs to assess disease severity in dairy cows with acute
coliform mastitis. J Am Vet Med Assoc 218:567–572. https://doi.org/10
.2460/javma.2001.218.567.

39. Wenz JR, Garry FB, Barrington GM. 2006. Comparison of disease severity
scoring systems for dairy cattle with acute coliform mastitis. J Am Vet
Med Assoc 229:259–262. https://doi.org/10.2460/javma.229.2.259.

40. Wu X, Liu J, Feng J, Shabbir MAB, Feng Y, Guo R, Zhou M, Hou S, Wang G,
Hao H, Cheng G, Wang Y. 2022. Epidemiology, environmental risks, viru-
lence, and resistance determinants of Klebsiella pneumoniae from dairy
cows in Hubei. Front Microbiol 13:858799. https://doi.org/10.3389/fmicb
.2022.858799.

41. Magiorakos AP, Srinivasan A, Carey RB, Carmeli Y, Falagas ME, Giske CG,
Harbarth S, Hindler JF, Kahlmeter G, Olsson-Liljequist B, Paterson DL, Rice
LB, Stelling J, Struelens MJ, Vatopoulos A, Weber JT, Monnet DL. 2012.
Multidrug-resistant, extensively drug-resistant and pandrug-resistant
bacteria: an international expert proposal for interim standard definitions
for acquired resistance. Clin Microbiol Infect 18:268–281. https://doi.org/
10.1111/j.1469-0691.2011.03570.x.

42. Catalán-Nájera JC, Garza-Ramos U, Barrios-Camacho H. 2017. Hyperviru-
lence and hypermucoviscosity: two different but complementary Kleb-
siella spp. phenotypes? Virulence 8:1111–1123. https://doi.org/10.1080/
21505594.2017.1317412.

43. Chen Y, Chen Y, Shi C, Huang Z, Zhang Y, Li S, Li Y, Ye J, Yu C, Li Z, Zhang
X, Wang J, Yang H, Fang L, Chen Q. 2018. SOAPnuke: a MapReduce accel-
eration-supported software for integrated quality control and prepro-
cessing of high-throughput sequencing data. Gigascience 7:1–6. https://
doi.org/10.1093/gigascience/gix120.

44. Wick RR, Judd LM, Gorrie CL, Holt KE. 2017. Unicycler: resolving bacterial
genome assemblies from short and long sequencing reads. PLoS Comput
Biol 13:e1005595. https://doi.org/10.1371/journal.pcbi.1005595.

45. Walker BJ, Abeel T, Shea T, Priest M, Abouelliel A, Sakthikumar S, Cuomo
CA, Zeng Q, Wortman J, Young SK, Earl AM. 2014. Pilon: an integrated
tool for comprehensive microbial variant detection and genome assem-
bly improvement. PLoS One 9:e112963. https://doi.org/10.1371/journal
.pone.0112963.

46. Seemann T. 2014. Prokka: rapid prokaryotic genome annotation. Bioinfor-
matics 30:2068–2069. https://doi.org/10.1093/bioinformatics/btu153.

47. Hyatt D, Chen GL, Locascio PF, Land ML, Larimer FW, Hauser LJ. 2010.
Prodigal: prokaryotic gene recognition and translation initiation site iden-
tification. BMC Bioinformatics 11:119. https://doi.org/10.1186/1471-2105
-11-119.

48. Laslett D, Canback B. 2004. ARAGORN, a program to detect tRNA genes
and tmRNA genes in nucleotide sequences. Nucleic Acids Res 32:11–16.
https://doi.org/10.1093/nar/gkh152.

49. Lagesen K, Hallin P, Rødland EA, Staerfeldt HH, Rognes T, Ussery DW. 2007.
RNAmmer: consistent and rapid annotation of ribosomal RNA genes.
Nucleic Acids Res 35:3100–3108. https://doi.org/10.1093/nar/gkm160.

50. Kolbe DL, Eddy SR. 2011. Fast filtering for RNA homology search. Bioinfor-
matics 27:3102–3109. https://doi.org/10.1093/bioinformatics/btr545.

51. Francisco AP, Vaz C, Monteiro PT, Melo-Cristino J, Ramirez M, Carriço JA.
2012. PHYLOViZ: phylogenetic inference and data visualization for sequence
based typing methods. BMC Bioinformatics 13:87. https://doi.org/10.1186/
1471-2105-13-87.

Molecular Epidemiology of K. pneumoniae in China Microbiology Spectrum

Month YYYY Volume XX Issue XX 10.1128/spectrum.02997-22 12

https://doi.org/10.3389/fmicb.2021.770813
https://doi.org/10.3389/fmicb.2021.770813
https://doi.org/10.1111/1462-2920.15721
https://doi.org/10.1016/j.meegid.2017.09.019
https://doi.org/10.1016/j.meegid.2017.09.019
https://doi.org/10.1007/s11908-017-0570-0
https://doi.org/10.2807/ese.18.04.20380-en
https://doi.org/10.2807/ese.18.04.20380-en
https://doi.org/10.1016/j.meegid.2013.01.009
https://doi.org/10.1016/j.meegid.2013.01.009
https://doi.org/10.4102/ojvr.v80i1.523
https://doi.org/10.1016/j.eng.2021.01.015
https://doi.org/10.1016/j.eng.2021.01.015
https://doi.org/10.3168/jds.2020-19325
https://doi.org/10.3168/jds.2012-5373
https://doi.org/10.3168/jds.2012-5373
https://doi.org/10.2807/1560-7917.ES.2015.20.45.30062
https://doi.org/10.1128/AAC.47.7.2382-2383.2003
https://doi.org/10.1089/mdr.2020.0481
https://doi.org/10.1086/430619
https://doi.org/10.1086/430619
https://doi.org/10.1111/tbed.13787
https://doi.org/10.1111/tbed.13787
https://doi.org/10.1038/nrmicro3569
https://doi.org/10.1038/nrmicro3569
https://doi.org/10.1038/s41586-020-1936-2
https://doi.org/10.1128/IAI.00093-17
https://doi.org/10.2147/IDR.S186994
https://doi.org/10.2460/javma.2001.218.567
https://doi.org/10.2460/javma.2001.218.567
https://doi.org/10.2460/javma.229.2.259
https://doi.org/10.3389/fmicb.2022.858799
https://doi.org/10.3389/fmicb.2022.858799
https://doi.org/10.1111/j.1469-0691.2011.03570.x
https://doi.org/10.1111/j.1469-0691.2011.03570.x
https://doi.org/10.1080/21505594.2017.1317412
https://doi.org/10.1080/21505594.2017.1317412
https://doi.org/10.1093/gigascience/gix120
https://doi.org/10.1093/gigascience/gix120
https://doi.org/10.1371/journal.pcbi.1005595
https://doi.org/10.1371/journal.pone.0112963
https://doi.org/10.1371/journal.pone.0112963
https://doi.org/10.1093/bioinformatics/btu153
https://doi.org/10.1186/1471-2105-11-119
https://doi.org/10.1186/1471-2105-11-119
https://doi.org/10.1093/nar/gkh152
https://doi.org/10.1093/nar/gkm160
https://doi.org/10.1093/bioinformatics/btr545
https://doi.org/10.1186/1471-2105-13-87
https://doi.org/10.1186/1471-2105-13-87
https://journals.asm.org/journal/spectrum
https://doi.org/10.1128/spectrum.02997-22

	RESULTS
	Incidence and phylogenetic diversity of K. pneumoniae on 8 dairy farms.
	Antimicrobial susceptibility testing and antimicrobial resistance genes.
	String test and virulence genes.
	Basic features of multidrug-resistant K. pneumoniae genome organizational structures.
	Multilocus sequence typing and phylogenetic comparison of K. pneumoniae among different sources and countries.

	DISCUSSION
	MATERIALS AND METHODS
	Farm distribution and sample collection.
	Isolation and identification of K. pneumoniae.
	DNA extraction.
	Antimicrobial susceptibility testing.
	Detection of antimicrobial resistance genes and virulence genes.
	String test of K. pneumoniae.
	Sequencing and genomic assembly.
	Multilocus sequence typing.
	Statistical analyses.
	Data availability.

	SUPPLEMENTAL MATERIAL
	ACKNOWLEDGMENTS
	REFERENCES

